The asymmetric unit of the title compound, [Sb(C 6 H 5 ) 4 -(NO 3 )], contains two crystallographically independent molecules. Each Sb atom exhibits a slightly distorted trigonalbipyramidal geometry, with the O atom in the apical site. The crystal structure is stabilized by intermolecular C-HÁ Á ÁO hydrogen bonds, forming a three-dimensional network. 
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Experimental
Crystal data [Sb(C 6 Hydrogen-bond geometry (Å , ). Symmetry codes:
Data collection: SMART (Siemens, 1996); cell refinement: SAINT (Siemens, 1996); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 1998); software used to prepare material for publication: SHELXTL (Sheldrick, 2008).
The crystal structure of a first polymorph of the title compound has been previously reported by Sharutin et al. (2002) in the triclinic space group P1, with a = 10.002 (2), b = 12.332 (2), c = 18.758 (5) Å, α = 73.54 (2), β = 75.59 (2), γ = 81.78 (2)°.
As shown in Fig. 1 , each antimony atom displays a slightly distorted trigonal bipyramidal geometry, with the equatorial positions occupied by the C atoms of three phenyl groups and the axial positions by one C atom of a phenyl group and one oxygen atom of the nitrate anion. The average Sb-C distance (2.114 Å; Table 1 ) corresponds well to that found in the triclinic polymorph, and is significantly shorter than the average distance found in [µ 2 -oxo)-bis((1-phenyl-3-methyl-4-benzoylpyrazolan-5-ato)-triphenyl-antimony(v)] (2.225 Å; Mahon et al., 1998) . The average Sb-O distance (2.518 Å) is comparable to that found in the triclinic polymorph (2.521 Å) and remarkably longer than the average distance found in (Fig. 2) . The chains are further connected by additional C-H···O hydrogen bonds forming a three-dimensional network (Fig. 3) .
Silver nitrate (0.339 g, 0.2 mmol) was added to a stirred solution of terraphenylantimonybromide (1.020 g, 0.2 mmol) in toluene (25 ml). After refluxing for 8 h, the resulting black mixture was filtered and the solvent gradually removed by evaporation under vacuum until a white solid was obtained. Colourless crystals suitable for X-ray analysis were obtained by slow evaporation of a petroleum ether/dichloromethane (1:1 v/v) solution.
Refinement
All H atoms were positioned geometrically and refined as riding atoms, with C-H = 0.93 Å and U iso (H) = 1.2 U eq (C). Figures   Fig. 1 . The molecular structure of the title compound, showing displacement ellipsoids drawn at the 30% probability level. H atoms are omitted for clarity. 
Data collection
Bruker SMART diffractometer 5811 independent reflections Radiation source: fine-focus sealed tube 5258 reflections with I > 2σ(I)
Monochromator: graphite R int = 0.028
φ and ω scans θ min = 1.9º
Absorption correction: multi-scan (SADABS; Sheldrick, 1996) h = −11→19
Hydrogen site location: inferred from neighbouring sites Least-squares matrix: full H-atom parameters constrained
where 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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